Name Gene ontology annotation functions and processes
UniProtKB P27361 GO:0038096 Fc-gamma receptor signaling pathway involved in phagocytosis, GO:0043330 response to exogenous dsRNA, GO:0045727 positive regulation of translation, GO:0045944 positive regulation of transcription by RNA polymerase II, GO:0051090 regulation of DNA binding transcription factor activity, GO:0051090 regulation of DNA binding transcription factor activity, GO:0051216 cartilage development, GO:0051403 stress-activated MAPK cascade, GO:0051493 regulation of cytoskeleton organization, GO:0051973 positive regulation of telomerase activity, GO:0060020 Bergmann glial cell differentiation, GO:0060324 face development, GO:0060397 JAK-STAT cascade involved in growth hormone signaling pathway, GO:0060425 lung morphogenesis, GO:0060440 trachea formation, GO:0061308 cardiac neural crest cell development involved in heart development, GO:0070371 ERK1 and ERK2 cascade, GO:0070374 positive regulation of ERK1 and ERK2 cascade, GO:0070498 interleukin-1-mediated signaling pathway, GO:0070849 response to epidermal growth factor, GO:0070849 response to epidermal growth factor, GO:0071260 cellular response to mechanical stimulus, GO:0071276 cellular response to cadmium ion, GO:0071356 cellular response to tumor necrosis factor, GO:0072584 caveolin-mediated endocytosis, GO:0090170 regulation of Golgi inheritance, GO:1900034 regulation of cellular response to heat, GO:1903351 cellular response to dopamine, GO:1904355 positive regulation of telomere capping, GO:1904417 positive regulation of xenophagy, GO:1905050 positive regulation of metallopeptidase activity, GO:2000641 regulation of early endosome to late endosome transport, GO:2000657 negative regulation of apolipoprotein binding PPM1A GO:0000287 magnesium ion binding F, GO:0003824 catalytic activity F, GO:0004721 phosphoprotein phosphatase activity F, GO:0004722 protein serine/threonine phosphatase activity F, GO:0004871 signal transducer activity F, GO:0005515 protein binding F, GO:0016787 hydrolase activity F, GO:0030145 manganese ion binding F, GO:0033192 calmodulin-dependent protein phosphatase activity F, GO:0043169 cation binding F, GO:0046872 metal ion binding F, GO:0070412 R-SMAD binding F, GO:0000122 negative regulation of transcription by RNA polymerase II P, GO:0006470 protein dephosphorylation P, GO:0006470 protein dephosphorylation P, GO:0006470 protein dephosphorylation P, GO:0006499 N-terminal protein myristoylation P, GO:0006499 N-terminal protein myristoylation P, GO:0007050 cell cycle arrest P, GO:0010991 negative regulation of SMAD protein complex assembly P, GO:0016055 Wnt signaling pathway P, GO:0016311 dephosphorylation P, GO:0030177 positive regulation of Wnt signaling pathway P, GO:0030512 negative regulation of transforming growth factor beta receptor signaling pathway P, GO:0030514 negative regulation of BMP signaling pathway P, GO:0035970 peptidyl-threonine dephosphorylation P, GO:0035970 peptidyl-threonine dephosphorylation P, GO:0042347 negative regulation of NF-kappaB import into nucleus P, GO:0043123 positive regulation of I-kappaB kinase/NF-kappaB signaling P, GO:0043124 negative regulation of I-kappaB kinase/NF-kappaB signaling P, GO:0045893 positive regulation of transcription, DNA-templated P, GO:0046827 positive regulation of protein export from nucleus P, GO:0071560 cellular response to transforming growth factor beta stimulus Name Gene ontology annotation functions and processes S100A12 GO:0005507 copper ion binding F, GO:0005509 calcium ion binding F, GO:0005515 protein binding F, GO:0008270 zinc ion binding F, GO:0046872 metal ion binding F, GO:0050786 RAGE receptor binding F,GO:0002376 immune system process P, GO:0002548 monocyte chemotaxis P, GO:0006805 xenobiotic metabolic process P, GO:0006954 inflammatory response P, GO:0030593 neutrophil chemotaxis P, GO:0031640 killing of cells of other organism P, GO:0042742 defense response to bacterium P, GO:0043123 positive regulation of I-kappaB kinase/NF-kappaB signaling P, GO:0043312 neutrophil degranulation P, GO:0043406 positive regulation of MAP kinase activity P, GO:0045087 innate immune response P, GO:0045576 mast cell activation P, GO:0050663 cytokine secretion P, GO:0050729 positive regulation of inflammatory response P, GO:0050832 defense response to fungus P, GO:0051092 positive regulation of NF-kappaB transcription factor activity P, GO:0061844 antimicrobial humoral immune response mediated by antimicrobial peptide P S100A8 GO:0005509 calcium ion binding F, GO:0005515 protein binding, GO:0008017 microtubule binding, GO:0008270 zinc ion binding, GO:0035662 Toll-like receptor 4 binding, GO:0046872 metal ion binding, GO:0050544 arachidonic acid binding, GO:0050786 RAGE receptor binding, GO:0001816 cytokine production, GO:0002224 toll-like receptor signaling pathway P, GO:0002376 immune system process P, GO:0002523 leukocyte migration involved in inflammatory response P, GO:0002526 acute inflammatory response, GO:0002544 chronic inflammatory response, GO:0002793 positive regulation of peptide secretion, GO:0006914 autophagy, GO:0006915 apoptotic process, GO:0006919 activation of cysteine-type endopeptidase activity involved in apoptotic process, GO:0006935 chemotaxis, GO:0006954 inflammatory response, GO:0010043 response to zinc ion, GO:0014002 astrocyte development, GO:0018119 peptidyl-cysteine S-nitrosylation, GO:0019730 antimicrobial humoral response, GO:0030307 positive regulation of cell growth, GO:0030593 neutrophil chemotaxis, GO:0032119 sequestering of zinc ion, GO:0032496 response to lipopolysaccharide, GO:0032602 chemokine production, GO:0042060 wound healing, GO:0042742 defense response to bacterium, GO:0043312 neutrophil degranulation, GO:0045087 innate immune response, GO:0045087 innate immune response, GO:0045471 response to ethanol, GO:0050727 regulation of inflammatory response, GO:0050729 positive regulation of inflammatory response, GO:0050832 defense response to fungus, GO:0051092 positive regulation of NF-kappaB transcription factor activity, GO:0051493 regulation of cytoskeleton organization, GO:0070488 neutrophil aggregation, GO:2001244 positive regulation of intrinsic apoptotic signaling pathway Name Gene ontology annotation functions and processes S100A9 GO:0004871 signal transducer activity, GO:0005509 calcium ion binding, GO:0005515  protein binding, GO:0008017 microtubule binding, GO:0008270 zinc ion binding,  GO:0016209 antioxidant activity, GO:0035662 Toll-like receptor 4 binding, GO:0046872  metal ion binding, GO:0050544 arachidonic acid binding, GO:0050544 arachidonic acid  binding, GO:0050786 RAGE receptor binding, GO:0050786 RAGE receptor binding,  GO: 0001816 cytokine production, GO:0002224 toll-like receptor signaling pathway, GO:0002376 immune system process, GO:0002523 leukocyte migration involved in inflammatory response, GO:0002793 positive regulation of peptide secretion, GO:0006417 regulation of translation, GO:0006914 autophagy, GO:0006914 autophagy, GO:0006915 apoptotic process, GO:0006919 activation of cysteine-type endopeptidase activity involved in apoptotic process, GO:0006935 chemotaxis, GO:0006954 inflammatory response, GO:0006954 inflammatory response, GO:0007267 cell-cell signaling, GO:0010976 positive regulation of neuron projection development, GO:0014002 astrocyte development, GO:0018119 peptidyl-cysteine S-nitrosylation, GO:0019730 antimicrobial humoral response, GO:0030194 positive regulation of blood coagulation, GO:0030307 positive regulation of cell growth, GO:0030593 neutrophil chemotaxis, GO:0030595 leukocyte chemotaxis, GO:0031532 actin cytoskeleton reorganization, GO:0032119 sequestering of zinc ion, GO:0032602 chemokine production, GO:0035606 peptidyl-cysteine S-trans-nitrosylation, GO:0035821 modification of morphology or physiology of other organism, GO:0042742 defense response to bacterium, GO:0043312 neutrophil degranulation, GO:0045087 innate immune response, GO:0045087 innate immune response, GO:0045113 regulation of integrin biosynthetic process, GO:0050727 regulation of inflammatory response, GO:0050729 positive regulation of inflammatory response, GO:0050832 defense response to fungus, GO:0051092 positive regulation of NF-kappaB transcription factor activity, GO:0051493 regulation of cytoskeleton organization, GO:0061844 antimicrobial humoral immune response mediated by antimicrobial peptide, GO:0070488 neutrophil aggregation, GO:0098869 cellular oxidant detoxification, GO:2001244 W5NR63 Protein S100 (S100 calciumbinding protein) -5.9 6.2 -11.7 6.96E-11 1.05E-08 115 13.6
W5QH50 Histidine rich glycoprotein -5.9 6.5 -11.3 1.32E-10 1.63E-08 141 13.1
W5PJ45
Structural maintenance of chromosomes protein 5.9 -4.2 13 9.87E-12 2.14E-09 80 15.1 W5PUC1 Carbonic anhydrase 3 -5.9 7.7 -11.5 9.61E-11 1.28E-08 130 13.6 Q3SX28 Tropomyosin 2 
W5Q9X5
Mitogen-activated protein kinase kinase 1 (Fragment) -8.2 -1.5 -7.5 1.88E-07 3.24E-05 101 6.4 W5Q702 Keratin 16 (Fragment) -8.2 -7.3 -9.7 2.24E-09 8.81E-07 44 9.5 W5Q149 Oxidation resistance 1 -7.9 -6.1 -9.9 1.61E-09 6.65E-07 42 9.8 W5PG09 Phosphoglycerate kinase -7.8 -6.5 -6.5 1.49E-06 0.00018 140 4.7 W5PTH6 Amidophosphoribosyltransfer ase 7.8 -6.8 7.1 3.87E-07 6.39E-05 105 5.7 W5PS78 opioid growth factor receptor (Fragment) -7.3 -6.8 -6.9 6.31E-07 9.53E-05 115 5.5 W5QD75 G protein subunit alpha i3 (Fragment) -6.7 -6.3 -9.6 2.99E-09 1.06E-06 49 9.4 W5Q9P0 Catenin beta like 1 -6.3 -6.5 -8.3 3.20E-08 7.61E-06 73 7.7 W5Q2B6 Epiphycan 6.1 7.1 7.7 1.26E-07 2.30E-05 95 6.7
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